Antibodies to the hepatitis delta virus (HDV) were found in 17.6% of the 233 Hepatitis B virus surface antigen positive subjects in Cameroon. Phylogenetic analyses showed the presence of HDV-1, HDV-5, HDV-6 and HDV-7 genotypes. These results enrich the limited data on HDV prevalence and molecular diversity in Cameroon.
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This study was performed on the plasmas from 233 Hepatitis B virus surface antigen with bootstrap values of 100%, 99%, and 97%, respectively (Fig. 1 ). Although they were not supported by significant bootstrap values (less than 70%), the phylogenetic analyses indicated splitting of the Cameroonian HDV-1 genotypes into five probable "sub-genotypes" (Fig. 1 ).
The average of nucleotide differences between the 25 Cameroonian HDV genotypes was 15.5%, whereas the average of nucleotide differences within the 22 Cameroonian HDV-1 strains was 12.9% (data not shown). The average of nucleotide differences among the Cameroonian HDV-1 strains seems to be higher than the 11% average reported among other worldwide HDV-1 strains (6). This result highlights the extent of intra-genotypic variation for the Cameroonian HDV-1 isolates.
The prevalence of HDV-Ab obtained in this study is as high as that previously reported by other groups from Cameroon (9, 12). HDV RNA was found in 61% of the HDVAb patients, indicating the low prevalence of HDV clearance in this population. Natural history of HDV infection shows that coinfection evolves to chronicity only in a small number of patients and patients recover from both hepatitis B and D, while superinfection of HDV leads to progressive disease and cirrhosis in approximately 60-80% of cases (1, 2) . It can thus be suggested that most of our patients acquired the infection as a superinfection on hepatitis B. It is known that coinfection or superinfection of HBV and HDV may cause severe liver diseases (1). Our observations showed that the median of serum ALT level was significantly higher in carriers with HDV-Ab than in those without HDV-Ab (Table 1) . In our study, the We showed the presence of four different genotypes HDV-1, HDV-5, HDV-6, and HDV-7.
HDV-1 was found to be the predominant genotype. Three new strains from Cameroon were closely related to HDV-5, -6, and -7 genotypes previously described from African patients (6) , indicating that these genotypes are circulation in Africa. However, although recently reported to originate and to be endemic in Central Africa (7), the newly describe HDV-8 was not found in our study. As claimed by other authors (6), the great genetic diversity of HDV found in Cameroon, with at least 4 different genotypes suggests a wide and ancient radiation of African HDVs. In contrast to previous studies (13), our results showed no significantly well-defined sub-genotytes within genotype 1. Further studies with full genome characterization of these strains are required. 
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